On the cover: Identification of differentcial expression of proteins and their associated networks between embryonic and epiblast stem cells, representing "naïve" and "primed" pluripotency ground states. Significant proteins were identified and quantified using label-free LC-MS/MS and colored according to expression in mouse embryonic (red) or mouse epiblast (green) stem cells. Notably, protein sub-networks associated with the processes of chromatin modification and DNA methylation are dramatically differentially expressed in the two types of stem cell, suggesting quite different organization and activity of these critical processes. For details, see article by Jing Song, et al., pages
